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Abstract 
After successfully accomplishing the Human genome project and opening new avenues for genome based 
diagnostics and therapy in healthcare sector, development of personalized medicine and advancing molecular 
diagnostics has been the prime agenda of scientists all-round the globe. Molecular diagnostics has made possible 
the diagnosis of the previously undetected viral nucleic acids, early access of data to doctors, a deeper 
understanding of the disease cause, treatment dose and success of the treatment depending upon the case. It has 
provided an immense scope of novel and more sophisticated biotechnology and biomedical tools to be employed 
in the sector procreating a new interdisciplinary field. The gene based testing in all fields has flourished in leaps 
and bounds after the prediction of >5% in 2005. Here we discuss the current scenario, scope and limitations of 
the Molecular diagnostics in terms of its significance in public health care. 
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1. Introduction 
In the last three decades there has been a revolution in the field of Biomedical Science as there has been a 
significant shift in clinical practice and healthcare delivery, which is marked by the completion of Human 
Genome Project in early, 2001. The successful completion of the project has also laid an upfront challenge to 
correctly extract information from the encoded human genome sequences which can be utilized to create 
medicines, vaccines and diagnostics tests. Molecular biological methods for the detection and characterisation of 
microorganisms have revolutionised diagnostic microbiology and are now part of routine specimen processing. 
The molecular biology has been a tool to research on the human genes and expressed proteins associated in a 
pathological pathway in health or in disease. However, it is stated that the research focus has been shifting away 
from analysis of isolated components to understanding the more complex organization (assembly and 
regulation) in cells, tissues and organs of components in a particular biological order to achieve integration of 
different functions for homeostatic coordination of body physiology. This biological organization is being 
compared for normal and pathological state at each level to create a new approach for the detection and 
modulation of the disease and thereby developing a design consisting ability to predict and to prevent illness. 
The biological systems which were comprehended as descriptive are being formulated as mechanistic and 
diagnostics and treatment are based on definitive knowledge of underlying molecular mechanism of disease 
causation. Therefore it has provided an immense scope of novel and more sophisticated biotechnology and 
biomedical tools to be employed in the sector procreating a new interdisciplinary field. Today, new diagnostics 
methods based on genomic and proteomic profiling of the molecular changes associated with disease are being 
developed in collaboration with diagnostic profiling of the genetic status of how an individual effects, 
responsiveness to different treatments has come up increasingly important in therapeutic decisions.This gene 
based testing in all fields has flourished in leaps and bounds after the prediction of >5% in 2005, molecular 
diagnostics has changed the perspectives of clinical practices and still poses scope for research with the 
increasing number of complex diseases worldwide [6]. 
 These tests also can detect and quantify the presence of specific viruses, bacteria, or types of cells. Sequencing 
the entire human genome is a feat that, when it was first accomplished by the Human Genome Project, took an 
international, governmental research consortium over 10 years and $2.7 billion. (An initial draft of the entire 
genome sequence was published in 2001, ten years after the project was initiated, and an essentially complete 
version was published in 2003).  
2. Materials and methods 
2.1 Molecular genetic-based approaches to treating disease 
Once a human disease gene has been characterized, molecular genetic tools can be used to dissect gene function 
and explore the biological processes involved in the normal and pathogenic states. The resulting information can 
be used to design novel therapies using conventional drug-based approaches.  
111 
 
International Journal of Sciences: Basic and Applied Research (IJSBAR) (2015) Volume 21, No  1, pp 110-116 
 
Current molecular diagnostic technologies are based on the amplification of specific DNA sequences from 
extracted nucleic acids, DNA or RNA. Amplification techniques take tiny amounts of nucleic acid material and 
replicate them many times through enzymatic reactions, some that occur through cycles of heating and cooling. 
These include methods that involve target amplification (e.g., polymerase chain reaction (PCR), reverse 
transcriptase–PCR (RT-PCR), strand displacement amplification, transcription amplification), signal 
amplification (e.g., branched DNA assays, hybrid capture), probe amplification (e.g., ligase chain reaction, 
cleavase-invader, cycling probes), or postamplification analysis (e.g., sequencing the amplified product or 
melting curve analysis as is done in real-time PCR). 
Nucleic acid-based methods are generally specific and highly sensitive and can be used for all categories of 
microbes [4, 7]. Amplification methods can identify minute traces of the genetic material of an organism in a 
specimen, avoiding the need for culture. These techniques are particularly useful for organisms that are difficult 
to culture or identify using other methods (e.g., viruses, obligate intracellular pathogens), or are present in very 
low numbers. Results can be provided more rapidly than through most conventional methods, especially culture. 
However, because amplification methods are so sensitive, false positives from trace contamination of the 
specimen or equipment can easily occur.  
Microarrays or DNA chips are one of the latest methods for rapid infectious disease diagnostics. Microarrays are 
a recent adaptation of Northern blot technology [8, 17].  
Current molecular diagnostic technologies are based on the amplification of specific DNA sequences from 
extracted nucleic acids, DNA or RNA. Amplification techniques take tiny amounts of nucleic acid material and 
replicate them many times through enzymatic reactions, some that occur through cycles of heating and cooling. 
These include methods that involve target amplification (e.g., polymerase chain reaction [PCR], reverse 
transcriptase–PCR [RT-PCR], strand displacement amplification, transcription amplification), signal 
amplification (e.g., branched DNA assays, hybrid capture), probe amplification (e.g., ligase chain reaction, 
cleavase-invader, cycling probes), or postamplification analysis (e.g., sequencing the amplified product or 
melting curve analysis as is done in real-time PCR). 
Viruses cause more infectious diarrhoea worldwide than bacteria and other pathogens. The diagnosis of viral 
diarrhoeal disease has improved with the development of PCR detection. The method of choice for 
microbiological diagnosis of rotavirus from stool samples is PCR. Norovirus, a calicivirus formerly known as 
Norwalk virus and responsible for large outbreaks both in the community and health care facilities, can be 
diagnosed by electron microscopy, enzyme immunoassay and PCR but PCR is the most sensitive and rapid 
method. PCR is also the most sensitive method for the diagnosis of astroviruses and enteric adenoviruses 
(serotypes 40 and 41) [5]. 
2.2 Molecular Diagnostics used for Ebola Test 
Previous year the most contagious Ebola Virus Disease, created a devastating situation of epidemic in the West 
African region. In order to assist the affected communities the national and international disease control centres 
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with aid workers worked tirelessly to control the epidemic situation. Ebola, which is a single stranded RNA 
virus, has five known strains, four of which are pathogenic to humans. Zaire Ebola Virus (EBOV) strain was 
responsible for the recent outbreak which previously caused 78% of high mortality rate.(1Gire Sk 2014) According to 
a recent report of the World Health Organization, approximately 2,600 deaths resulted due to the viral infection 
for the last several months. Therefore to combat this swelling up of epidemic, clinicians are initiating the 
utilization of medical diagnostics to rapidly identify the Ebola strains thereby accelerating the quarantine 
(isolation of infected patients) and subsequent treatment. The current detection methods involve conventional 
processes including viral culture, electron microscopy (TEM), and antibody-based detection such as 
immunohistochemistry and ELISA[20].Moreover, the Centres for Disease Control and Prevention are enquiring 
further the use of probe-based RT-qPCR assays which is a molecular diagnostic test for acute infections. This 
RT-qPCR detection was previously used for the outbreaks as well as the current crisis as a reliable means to 
identify the potentially virus-infected individuals.This diagnostic test which is commercially known as “The 
LightMixR Ebola Zaire test developed by Roche Diagnostics Division has received emergency permission from 
FDA (US-Food and Drug Administration) for the use of Ebola Test, aiding in the detection of virus and starting 
the patient’s treatment as early as possible. 
3. Results 
3.1 Limitations of Molecular Methods 
Despite significant advantages of molecular diagnostics it cannot yet replace conventional methods for a range 
of infectious diseases since many common tests performed in the clinical microbiology laboratory are rapid and 
inexpensive. Advances in conventional technologies have resulted in many rapid antigen tests requiring only 
minutes for results and the modern automated culture systems allow relatively rapid identification and 
susceptibility testing. Unlike bacterial culture, which can detect a large number of cultivable bacteria without 
initially knowing the specific organism responsible, all PCR tests except broad-range PCR can only detect the 
organism whose DNA is complementary to the primers used. Therefore to cover a similar breadth of possible 
organisms would require the introduction of inexpensive and simple microarray technologies [19] that are not 
yet available. 
3.2 False Positive and False Negative Results 
Another problem restricting the application of molecular techniques to routine diagnosis is that of false positive 
and false negative results. To avoid false positive results due to laboratory contamination relatively large 
laboratory areas are required for physical separation of reagent preparation, specimen preparation and product 
detection areas together with a high level of staff training and skill. Amplicon laboratory contamination can be 
reduced by ultraviolet light irradiation of reagents and chemical inactivation of surface contamination with 
sodium hypochlorite. Amplicons can be destroyed by the use of dUTP to replace dTTP for amplification then 
uracil N-glycosylase (UNG) treatment of preassembled starting reactions to destroy the dUTP-containing 
amplicons. Intersample contamination can be reduced by the use of disposable equipment and cotton filter tips, 
and using disposable personal protective equipment such as caps, gowns and gloves. Even with scrupulous 
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technique problems can be encountered, especially with broad-range PCR due to the presence of foreign DNA 
in the PCR reagents. It is therefore crucial that appropriate negative controls are included in every PCR run to 
detect any contamination. The advent of real-time PCR has reduced this risk due to single tube PCR reaction 
and detection systems. 
Poor primer design can also lead to erroneously positive results. Primers may be poorly designed such that 
incidental amplification of microorganisms other than those sought occurs. Also primers are designed based on 
the known sequences available through international databases but organisms or sequences yet to be discovered 
can subsequently reduce the specificity of the PCR [12] 
In addition,Nucleic acid based techniques depend on enzymatic activity, false-negatives also occur when a 
sample contains contaminants that inhibit enzyme activity [10].  
4. Conclusions 
4.1 Scope of molecular techniques in Future 
Technologies will continue to evolve, allowing faster, more sensitive and less expensive methods for pathogen 
surveillance and discovery. Although multiplex PCR is relatively mature, microarray technology is still in its 
infancy; near-term modifications already in development include microfluidic sample processing and direct 
measurement of conductance changes associated with hybridization. We have only touched the surface of 
proteomics and host response profiling. It is conceivable that biomarkers will be found that are specific for 
classes of infectious agents and/or provide insights that can guide clinical management. In chronic diseases the 
most substantive advances are likely to come not from technical improvements, but from investments in 
prospective serial sample collections and an appreciation that many diseases reflect intersections of genes and 
environment in a temporal context. Rapid development in genetic based molecular diagnostics has made wide 
application of tools, from basic research to detection of abnormalities in human health, possible. However, the 
industry faces various challenges in implementing genetic based molecular diagnostic at clinical stage 
Methods for cloning nucleic acids of microbial pathogens directly from clinical specimens offer new 
opportunities to investigate microbial associations in chronic diseases [14]. Microarray and gene chip assays, 
first published in 1991, have the advantages of miniaturization and automated construction using industrial 
robots together with sensitivity and rapid reading of large amounts of detailed genetic information.  
 Commercially, initial efforts focused on applications of microarrays for use in detecting drug resistance and 
mycobacterial identification but the biotechnology companies are now assessing the market for molecular 
diagnosis using microarrays in the infectious diseases laboratories. For example, Affymetrix produce GeneChip 
microarrays for pathogen identification, virulence factor identification, pathogen response to drugs, and vaccine 
development. However, these companies will need to compete with the multiplex real-time PCR kits becoming 
commercially available such as those produced by Prodesse for the detection of the common respiratory 
pathogens. 
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Over the past decade, the application of molecular pathogen discovery methods resulted in identification of 
novel agents associated with both acute and chronic diseases, including Borna disease virus, hepatitis C virus, 
Sin Nombre virus, HHV-6, HHV-8, Bartonella henselae, Tropheryma whippelii, West Nile virus, 
and SARS coronavirus [1, 2 ,3,11,13,15,16, 18]. 
References 
[1] Challoner PB, Smith KT, Parker JD, MacLeod DL, Coulter SN, Rose TM, Schultz ER, Bennett JL, Garber 
RL, Chang M, Schad PA, Stewart PM, Nowinski RC, Brown JP, Burmer GC,( 1995). Plaque-associated 
expression of human herpesvirus 6 in multiple sclerosis. Proceedings of the National Academy of 
Sciences ; 92(16):7440–7444.  
[2] Chang Y, Cesarman E, Pessin MS, Lee F, Culpepper J, Knowles DM, Moore PS, (1994). Identification of 
herpesvirus-like DNA sequences in AIDS-associated Kaposi’s sarcoma. Science.;266(5192):1865–1869. 
[3] Choo QL, Kuo G, Weiner AJ, Overby LR, Bradley DW, Houghton M,(1989). Isolation of a cDNA clone 
derived from a blood-borne non-A, non-B viral hepatitis genome. Science ;244(4902):359–362.  
[4] Christensen DR, Hartman LJ, Loveless BM, Frye MS, Shipley MA, Bridge DL, Richards MJ, Kaplan RS, 
Garrison J, Baldwin CD, Kulesh DA, Norwood DA ,(2006). Detection of biological threat agents by real-
time PCR: Comparison of assay performance on the R.A.P.I.D., the LightCycler, and the Smart Cycler 
platforms. Clinical Chemistry; 52(1):141–145.  
[5] Clark B, McKendrick M. , (2004).Review of viral gastroenteritis. Curr Opin Infect Dis. ; 17:461–9. 
[6] Collins FS, McKusick VA,(2001).Implications of the human genome project for medical 
science. Journal of the American Medical Association; 285, Pages-540–544. 
[7] Emanuel PA, Bell R, Dang JL, McClanahan R, David JC, Burgess RJ, Thompson J, Collins L, Hadfield 
T.,(2003a).Detection of Francisella tularensis within infected mouse tissues by using a hand-held PCR 
thermocycler.Journal of Clinical Microbiology. ;41(2):689–693.  
[8] Grunstein M, Hogness DS. Colony hybridization,(1975). A method for the isolation of cloned DNAs 
that contain a specific gene. Proceedings of the National Academy of Sciences. ;72(10):3961–3965.  
[9] Gire SK, (2014). AugGenomic surveillance elucidates Ebola virus origin and transmission during the 
2014 outbreak. 
[10] Hartman LJ, Coyne SR, Norwood DA ,(2005). Development of a novel internal positive control for 
Taqman-based assays. Molecular and Cellular Probes ;19(1):51–59.  
[11] Lipkin WI, Travis GH, Carbone KM, Wilson MC , (1990). Isolation and characterization of Borna disease 
agent cDNA clones. Proceedings of the National Academy of Sciences ;87(11):4184–4188.  
[12] McHugh TD, Ramsay AR, James EA, Mognie R, Gillespie SH. Pitfalls of PCR,( 1995),Misdiagnosis 
of cerebral nocardia infection. Lancet; 346:1436.  
[13] Nichol ST, Spiropoulou CF, Morzunov S, Rollin PE, Ksiazek TG, Feldmann H, Sanchez A, Childs J, Zaki S, 
Peters CJ,(1993). Genetic identification of a hantavirus associated with an outbreak of acute 
respiratory illness.Science ; 262(5135):914–917.  
[14] Relman DA ,  (1999) The search for unrecognized pathogens. Science;284(5418):1308–1310.  
115 
 
International Journal of Sciences: Basic and Applied Research (IJSBAR) (2015) Volume 21, No  1, pp 110-116 
 
[15] Relman DA, Loutit JS, Schmidt TM, Falkow S, Tompkins LS , (1990).The agent of bacillary angiomatosis. 
An approach to the identification of uncultured pathogens. New England Journal of Medicine; 
323(23):1573–1580. 
[16] Relman DA, Schmidt TM, MacDermott RP, Falkow S , (1992). Identification of the uncultured bacillus 
of Whipple’s disease. New England Journal of Medicine ;27(5):293–301.  
[17] Schena M, Shalon D, Davis RW, Brown PO,( 1995). Quantitative monitoring of gene expression 
patterns with a complementary DNA microarray. Science ;270(5235):467–470.  
[18] VandeWoude S, Richt JA, Zink MC, Rott R, Narayan O, Clements JE, (1990). A borna virus cDNA 
encoding a protein recognized by antibodies in humans with behavioral 
diseases. Science ;250(4985):1278–1281. 
[19] Yang S, Rothman RE, (2004). PCR-based diagnostics for infectious diseases: uses, limitations, and 
future applications in acute-care settings. Lancet Infect Dis ;4:337–48.  
[20]  Zaire and Sudan,Gibb TR, Norwood DA Jr, Woollen N, and Henchal EA. J Clin Microbiol ,(2001) 
Development and evaluation of a fluorogenic 5’ nuclease assay to detect and differentiate between 
Ebola virus subtypes; Nov; 39(11):4125-4130. 
 
 
116 
 
